We investigated the effect of different augmentation scenarios on predicting (retro)synthesis of chemical compounds using SMILES representation. We showed that augmentation of not only input sequences but also, importantly, of the target data eliminated the effect of data memorization by neural networks and improved their generalization performance for prediction of new sequences. The Top-5 accuracy was 85.4% for the prediction of the largest fragment (thus identifying principal transformation for classical retro-synthesis) for USPTO-50k test dataset and was achieved by a combination of SMILES augmentation and beam search. The same approach also outperformed best published results for prediction of direct reactions from the USPTO-MIT test set. Our model achieved 90.4% Top-1 and 96.5% Top-5 accuracy for its most challenging mixed set and 97% Top-5 accuracy for the USPTO-MIT separated set. The appearance frequency of the most abundantly generated SMILES was well correlated with the prediction outcome and can be used as a measure of the quality of reaction prediction.
Introduction
To synthesize an organic compound is to solve a puzzle with many pieces and potentially several pieces missing. Here, the pieces are single reactions, and finding their sequential combination to create a final product is the retrosynthesis task.
The success of the logic of organic synthesis developed by E.J. Corey [1] triggered the development of computer programs aiming to find appropriate ways to synthesize a molecule. The first retrosynthesis program LHASA [2] utilizes a template-based approach. Every template (rule, synthon) in a curated database of known transformations is sequentially applied to a target molecule, and then sets of reagents are selected according to a specified strategy. Reagents, in turn, undergo the same decompositions until a set of commercially available compounds is found. Retrosynthesis always has multiple routes -a retrosynthetic tree -ending with different starting materials. Thus, a practical algorithm for retrosynthesis has to solve not only the rule acquisition and selection problem but also has In this article, we scrutinize the various augmentation regimes and show that augmentation leads to better performance compared to the standard beam search inference or evaluation of the model under different temperatures.
Methods

Model architecture
Following our previous study [9] we used the Transformer [13] architecture to train all the models. The key component of the Transformer architecture is a self-attention block equipped with internal memory and attention. During the training phase the block extracts and structures the incoming data, splitting it into memory keys and associated values. Thus, the block resembles a library, where all the books (values) are referred by an index (keys). On a new request the model calculates the attention to the known keys and then extracts the knowledge from the values proportionally. The Transformer shows excellent results not only on (retro) synthesis [7, 9, 14] tasks but also on ordinary classification and regression QSAR studies [21] .
The performance of the Transformer was estimated for the prediction of the whole training set after each epoch. The five models with the highest fraction of correctly predicted training set SMILES were stored. As a rule, the stored models correspond to the latest epochs of training. The weights of five stored models were averaged to form the final model, which was used to predict reactions from the test sets.
After several trials, we decided to use the Transformer architecture with 6 layers and 8 heads (6x8), which was used in the original work [7] .We found that using a smaller architecture with 3 layers and 8 heads (3x8), which was used in our previous study [9] , required more epochs to converge and thus longer overall training time to achieve the same performance. We restricted training of the model to 100 epochs to perform model development in a reasonable time and preserve the possibility to compare different augmentation approaches. For the final optimal architectures, we further investigated the effect of training time. The beam search with n=5 beams was used to predict the test set.
Datasets
The same training set filtered from USPTO database [26] containing 50k reactions classified into 10 reaction types was used. We used splitting proposed by [8] and divided it into 40,029, 5,004, and 5,004 reactions for the training, validation, and test sets, respectively. As in the previous study [9] , after observing that early stopping using validation set did not improve model test accuracy, we combined training and validation sets into the combined training set. The 5'004 test reactions were predicted only once the model training was finished and were not used at any stage of the model development.
Augmentation
The datasets used in this study were composed of both canonical and so-called augmented SMILES. Both canonical and augmented SMILES were generated using RDKit [27] . We introduced this SMILES free augmentation method into RDKit at the end of 2018 [19, 20] . The augmented SMILES were all valid structures with an exception that starting atom and direction of graph enumerations were selected by chance. The augmentation increased the diversity of the training set.
The baseline dataset contained only canonical SMILES. The other datasets also contained SMILES augmented as summarized. Four different scenarios were used to augment training set sequences. Sequences were augmented using increasingly complex datasets as shown in Tables 1 and 2 . Namely, we used augmentation of products only (xN), augmentation of products and reactant/reagents (xNF), augmentation of products and reactants/reagents followed by shuffling of the order of reactant/reagents (xNS), and finally mixed forward/reverse reactions, where each retrosynthesis reaction from xNS was followed by the inverse (forward synthesis) reaction. One more analysis was performed where the Transformer was asked to predict a fixed random SMILES string.
Only xN were used for augmentations of the test sets because no information about reactant/reagents could be used for the retrosynthesis prediction. For N=1 the dataset contains canonical SMILES for reactants and products. For N>1 in addition to one canonical SMILES, the dataset contains (N-1) instances of the same reaction with augmented SMILES for the products (input data). The SMILES of reactants were canonical.
xNR
Products are encoded as canonical SMILES, but for reactants only one of possible random SMILES was chosen.
xNF
The first instances of each reaction contained canonical SMILES while other (N-1) instances were augmented for both input (products) and output (reactants) data. The order of SMILES in output data was not changed. xNS Same as xNF but the order of SMILES in reactants was randomly shuffled.
xNM
The same as xNS but also contained the same number of inverted (forward synthesis) reactions. The forward reactions started with "." to distinguish them from retro-synthetic ones. 
Analysis of predicted SMILES
The beam search was used to infer five reactant sets from the model for each entry in the test file. The SMILES predicted within the same beam search were sorted in the decreasing order of their probabilities. Predictions containing erroneous SMILES representation, which could not be processed by RDKit, were discarded. The remaining predictions were converted to canonical SMILES. In cases where the predicted reaction contained several disconnected SMILES, they were sorted to have the same representation. If two or more identical predictions were found for the same input only the first prediction was kept: in this way we deduplicated reactions predicted for the same input data. For augmented test datasets, SMILES predicted for the same reaction were accumulated and those with the largest number of occurrences were selected as the top-ranked. If exactly the same number of predictions were found for two or more SMILES, the weights of the SMILES were set to be inversely proportional to their relative position in the respective beam search. Precisely, to rank predictions we used the following formula:
rank(SM ILES) = n∈[0,augmentations) i∈ [1,beam] δ(SM ILES n,i , T ARGET )
where the first sum was over canonical (n=0) and augmented SMILES for the same input reaction. When the target canonicalized SMILES was equal to the predicted canonicalized SMILES at position i of the beam search for augmentation n, δ =1. Otherwise, if predicted and target SMILES did not coincide, δ=0. The term 0.001*i was used to weight the predicted SMILES to be inversely proportional to its position in the beam search (see also Table A1 ).
The SMILES strings with the largest weights and thus those appeared most frequently amidst the first sequences within the beam predictions were selected as the top-ranked. The Top-1 and Top-5 SMILES were used to estimate the prediction performances of models.
Analysis of stereochemistry free datasets
About 20% of the reactions in the training and test sets had molecules with stereochemistry. The stereochemistry was encoded in SMILES with "/","\","@" and "@@" characters. However, a number of practical projects have relaxed stereochemistry requirements. Therefore, we separately reported the performance of the models for datasets with and without stereo-chemical information.
Prediction of the largest reactant
The prediction of SMILES for retro-synthesis includes exact prediction of the reactants. However, the same reaction performed using different reactants can result in a similar yield. Therefore, a prediction of only the main (the largest) reactant can be considered more relevant for retro-synthesis predictions, since we need to first identify the reaction type (Fig. 1 ). The exact procedure and conditions of the reactions can be considered a subsequent task. An analysis of the performance of models using such relaxed requirements was also performed. The currently used Top-n accuracy measures also include prediction of other reactants [8, 9, 14, 15, 17, 24] , which may not be necessary for classical methodical retrosynthesis planning.
Character and exact sequence performance during training
During the model training, we calculated character-based performance, which corresponded to the number of exactly predicted characters for the target SMILES, as well as exact sequence accuracy indicating the number of correctly predicted exact sequences. Both of these measures were approximations of the final accuracy, for which the predicted SMILES were first converted to canonical ones and only after were compared to the target values.
3 Results and discussion
Analysis of canonical datasets
The development of a model with canonical SMILES (x1) as the training set provided 40.9% accuracy for prediction of canonical test set. An attempt to use this model to predict augmented test set (x5, x10) resulted in much lower Top-1 predictions, of 23.3% and 18.4%, respectively. This result was expected, because the model trained with only canonical sequences was not able to generalize and predict augmented SMILES, which used different styles of molecule representation.
Augmentation of products only (xN)
The augmentation of the products (input data), with just one additional augmented SMILES x2, increased Top-1 accuracy to 43.7% for the test data composed of canonical sequences. Increasing the number of augmentations in the training set did not increase the Top-1 prediction accuracy. Thus, the augmentation of the training set with just one random SMILES contributed the best performance. This result is in concordance with another study where only one random SMILES was used to augment data [25] .
Analysis of character and exact sequence based prediction accuracy
To better understand the model training, we also developed several models where approximately 10% of the dataset did not participate in training but was used to monitor its prediction performance (aka validation set). Contrary to the test set sequences, which were used to test performance and thus did not participate in the training, SMILES used for validation were different random SMILES generated according to the respective augmentation protocol for the training set sequences. Thus, different from the test set, which tested performance of models to predict a new reaction, the validation set tested the ability of the Transformer to predict different SMILES generated for the same reaction.
The Transformer was able to recognize different representations of the same reaction. For example, when training x1, the character and exact sequence based accuracy for prediction of the validation sequences were 96.5% and 34.5%, respectively. The final performance for the test set, 40.9%, was higher because some reaction products from the Transformer provided non-canonical SMILES, which were correctly matched after the transformation to canonical ones. When using augmented training sequences (x10), the accuracies increased to 99.97% and 98.9%, for character and exact sequence-based accuracy, respectively (see Fig. 2 ).
The Transformer recognized different representations of SMILES for reactants and reagents for the same training set reaction and was able to exactly restore the target products, which were memorized. It was also able to memorize any random sequences. To demonstrate this, we used a random SMILES sequence (xNR set in Tables 1, 2 and Fig. 3 ) instead of the canonical sequences as the target for prediction. While this task was more difficult and took more epochs to train, the Transformer was able to perfectly memorize random sequences. Since the SMILES prediction target was random, the Transformer was not able to learn canonicalization rules on how to write the target. It calculated Top-1 prediction accuracy of 26.8%, for the test set which was significantly lower compared to 42.2% achieved using x10 dataset with canonical sequences as the target.
Augmentation of reactants and reagents
A boost of the Transformer performance was observed when in addition to products, i.e. the inputs SMILES, we also augmented the target SMILES, i.e. reactants and reagents. This task was more difficult for the Transformer, which resulted in a drop in both character and sequence based scores for validation sequences during the training stage. For example, when using the training dataset with one augmented SMILES, x2F, the character based accuracy dropped to 91.3%, which was lower than 98.6% calculated with the x2 dataset composed of canonical product SMILES (Fig. 2) . For a larger number of augmentations, the character-based accuracy converged to a plateau, e.g. 89.96% and 89.67% for the x5F and x20F training sets, respectively. Thus despite the fact that the Transformer faced a prediction of random SMILES, it was still able to provide a reasonable prediction of their character composition. Table  1 and 2 for explanation of used abbreviations).
However, of course, the Transformer was not able to predict the exact random product SMILES. This resulted in a decrease in sequence-based accuracy based on the number of augmentations for xNF training datasets (cyan circle). Still the Transformer was able to predict some of the sequences, which corresponded to the subset of canonical sequences in the validation set. Interestingly, the sequence accuracy normalized to the percentage of canonical SMILES in the validation set increased with the number of augmentations since some randomly generated sequences were canonical SMILES.
Top-1 performance analysis
For augmentations with 1 or 2 random SMILES, the Top-1 prediction performance of the models trained with augmentation of reactants and reagents only, xN, and full reaction augmentation, xNF, were similar. For a larger number of augmentations the models trained with xNF sets had systematically better performances than those developed with xN sets (Fig. 4 ).
The training with the x20F set provided the highest Top-1 performance of 52.1% when this model was applied to the test set generated with the same number of augmented sequences. An additional increase in the augmentations in the training or test set did not improve this Top-1 performance.
Shuffling order of reactants
In addition to augmenting the full reaction, we also randomly shuffled the orders of reactants (see xNS set description in Table 1 and 2). The effect of this additional shuffling improved Top-1 performance to 53.1% for the x20S training dataset applied to the test set with the same number of augmentations ( Fig. 5 ). Further increasing the number of augmentations resulted in the loss of Top-1 prediction accuracy.
Top-5 performance analysis
This measure provided a relaxed estimation of the performance of the model by allowing the correctly predicted reaction listed amid Top-5 best reactions. It is as a measure of curiosity of models, by allowing them to report diverse reactions.
For each number of augmentations, the Top-5 performance generally increased with the number of augmented sequences. The highest Top-5 value was consistently calculated across different scenarios for training sets with 4-5 augmentations only (Fig. 6 ). The highest accuracy, 78.9%, was calculated for the mixture dataset using the x5M training set augmentation. This number had approximately 1% higher accuracy than that calculated using the x5S training set (Fig. Table 1 & 2) for prediction of the x20 test set.
6). For several analyses, we also reported the Top-10 performance for the best models to facilitate comparison with other reported methods.
Etalone model
For all studies we used a fixed number of epochs N=100. However, we needed to confirm that this was a sufficient number of epochs and to determine if we could calculate better results by training for longer. We selected the x5M training set, which provided the highest performance for Top-5 accuracy, and trained it for an additional 1000 iterations. This additional training improved Top-1 accuracy to 53.3% while Top-5 performance increased to 79.4%. This model, which is reported in 
Influence of temperature
In our previous study [9] we observed that using higher temperature during beam size increased accuracy of the models for Top-1 prediction. It should be mentioned that no augmentation was used in that study. Under the same experimental setup with no augmentation, i.e. when predicting test set composed of only canonical sequences, x1, Top-1 accuracy of the model increased from 48.3% to 49.1% and 49.2% when using temperatures 1.3 of 1.5, respectively. However, the Top-1 and Top-5 performances for the augmented data (x20) decreased from 53.3% to 52.7% and 52.4%, respectively. For the same test set the Top-5 accuracies also decreased from 79.4% to 77.7% and 77.4% for both temperatures, respectively. Thus, while higher temperatures increased the variability of predictions and thus performance for prediction of canonical sequences, its effect was negative for the augmented data. In particular, it resulted in the lower accuracy of Top-5 predictions, i.e., the heating decreased curiosity of the neural network predictions.
Influence of beam search
In the above studies we consistently used beam size 5 for all analyses. The goal of beam search was to generate multiple predictions for the same data and thus to better explore variability of predictions. For example, when using the x20 test set and a beam size of 5, we obtained up to 100 individual predictions, which were used to select the most frequently appearing Top-1 and Top-5 sequences. Increasing the beam size to 10 further increased Top-1 by 0.1 to 53.3% but provided an increase of Top-5 by 0.5% to 79.9% for Top-5 predictions for this test set. The decrease of the beam size to 3 provided a slightly higher Top-1 score of 53.4% but decreased the Top-5 to 78.5% for the same test set. The use of beam size 1 decreased Top-1 and Top-5 performance to 53% and 75.4%, respectively (Table 3 ). These results were expected: the variation of the beam size slightly influenced the identification of the highest ranked sequence but its smaller number reduced an exploration of the space of other top-reactions for larger n.
Both beam search and augmentation increased the number of predicted SMILES which in turn led to better accuracy of model predictions. Thus both of these methods could contribute to generation of multiple predictions to be used to identify top-ranked sequences. The maximum size of the beam was restricted by the size of the target vocabulary (number of characters in the target SMILES), which was 44 characters for our dataset. Because of the design of the beam search and because we explicitly excluded duplicated predictions (see section 2.4, p. 4 as well as Table A1 on : Accuracy of prediction of SMILES generated at the respective position of the beam search using the largest beam size=44. The use of canonical SMILES as input produced the highest accuracy (48.3%) for the first beam, which degraded for other positions of the beam while use of augmented SMILES provides about 44% correct predictions which is slowly decreasing with the increase of the beam position. The number of erroneous SMILES is increasing with the beam position for both types of SMILES, but it significantly higher for predictions when using canonical SMILES as input. p. 17), the dataset used for analysis did not generate duplicated sequences for the same beam search. However, such sequences were indeed generated at different positions of the beam as different representation of the same SMILES. The number of non-unique sequences generated within the same beam search increased with the length of the beam. Interestingly, the use of canonical SMILES as input data contributed to the largest number of unique SMILES, which were 86%, 82% and 78% for beam search of size 5, 10 and 44, respectively. The use of augmented random SMILES as input contributed smaller numbers of unique sequences, e.g., 42%, 28% and 13% for beam search of size 5, 10 and 44, respectively. For both types of SMILES some generated SMILES were erroneous and could not be correctly converted by RDKit. For large positions of beam, canonical SMILES produced a much bigger percentage of incorrect SMILES, as compared to the use of random SMILES (see Fig. 7 ). The large difference in the results generated when starting from canonical and random SMILES was also observed for analysis of the percentage of correct predictions for each beam position.
The use of canonical SMILES provided a higher accuracy for the first beam position, but its accuracy was much lower for other beams. This was because the Transformer generated canonical SMILES for the canonical input sequences (e.g., 91% of valid SMILES produced at the position 1 of the beam search for input canonical SMILES were canonical ones) and since only one valid canonical SMILES could be produced, it failed to generate new correct SMILES. Indeed, during the training phase, the Transformer always had a pair of canonical SMILES as input and target sequences. Contrary to that, using augmented SMILES allowed more freedom and allowed it to contribute valid but not necessarily canonical SMILES (e.g., only 33% of generated SMILES at the position one of the beam search were canonical ones if augmented SMILES were used as input).
The decrease in performance of SMILES generated when using canonical SMILES was one of the main reasons to implement deduplication of data and retain only the first SMILES for the prediction of reactions (see section "Analysis of predicted SMILES"). When deduplication was not performed and all SMILES generated during the beam search were used to rank predictions (compare Tables A1 and A2), the Top-1 performances of models were most significantly affected when using only few augmentations, e.g. for the etalone model its accuracy dropped from 48.3% to 47% but did not change for, e.g. Top-5 performance. In principle, the analysis retaining multiple predicted sequences is based on more data and thus was more stable. Therefore, it could be used when several augmentations and/or large values of Top-n are used for analysis.
As it was mentioned above, both data augmentation and beam search could be used to generate multiple predictions. For the same number of generated sequences, 1000 per SMILES, using a beam = 10 search for the x100 set produced lower accuracy, 53.5% compared to 53.7% using augmented data with the x1000 test set without any beam search. The performance of both methods were the same and equal to 53.7% when the deduplication procedure was not used. However, the beam search contributed to better accuracy, i.e., 81% vs 80% and 85.7% vs 84.3% compared to the use of augmententation alone for Top-5 and Top-10, respectively. Thus, using beam search allowed better exploration of data when suggesting several alternative reactions. In any case the augmentation was a very important part of the beam search and for the best performance, both these approaches should be used simultaneously. We also do not exclude that optimisation of the augmentation may improve its results in the future. Moreover, data augmentation used alone without a beam search contributed superior models to the beam search used without any data augmentation.
Accuracy of prediction
For some reaction predictions without the use of augmented sequences or position at the beam search majority of predicted sequences were identical, while for other reactions the Transformer generated many different SMILES as possible reactants (see Table A3 ). The frequency of the appearance of the most frequent SMILES could, therefore, indicate the confidence of the Transformer in the prediction. Fig. 8 indicated that such frequency very well be correlated with the accuracy of prediction and could be used as a confidence score for the chemist. For about 20% of the most confident predictions, the accuracy of the retrosynthesis prediction was above 80%. Of course, the same approach can be used for Top-5 predictions by suggesting one or more plausible pathways for retrosynthesis.
Analysis of prediction accuracy for different scenarios
The accuracy of the etalone model was about 5% to 7% (Top-1) and 10% (Top-5) higher for reactions without stereochemistry than for those with it. 20% of the reactions in the test set contained molecules with stereochemistry. An increase in the number of augmentations of the test set increased the accuracy of both stereo and no-stereochemical reactions. Stereochemical reactions in the dataset may also suffer from a larger number of annotation errors or/and can have lower prediction since such data were underrepresented in the training set. Additionally, for some reactions despite the relative stereochemistry was conserved it may still define confusing information for the model due to the reactant satellite effect. The R/S could be also affected by the way the SMILES was written, e.g. from A to Z or Z to A. 
Analysis of prediction accuracy for the largest fragment
A chemist generally performs a retrosynthesis by decomposing a target molecule into pieces. These pieces are the minimal information required to propose a retrosynthesis and knowledge of the largest fragment is frequently sufficient to start planning the reaction (see 1). That is why we decided to consider this requirement as a new measure of the model performance: accuracy of prediction of the largest fragment. By considering only the largest fragment during the evaluation of a prediction, the accuracy increased by about 5% and reached 85.4% for a pragmatic methodical scenario (see 1) of Top-5 reaction prediction. Indeed, the largest fragment is the most important entity chemists need to identify the correct reaction class. The chemists can subsequently select the best available reagents. Such strategy allows us to create a system that can automatically deduce the correct reaction class instead of explicitly providing it as input to a model used elsewhere [17] . Adding the reaction class as prior information is equivalent to getting a hint on an exam, which should not be allowed. Additionally, it also reduces the chance to propose alternate feasible reactions. Thus, in our opinion, the prior information should not be used in the metric for retrosynthesis prediction. 
Analysis of prediction accuracy for different classes
The original dataset [8] provides a reaction type label for every reaction. In total, 10 reaction classes ranging from protection/deprotection to carbon-carbon bond, and heterocycle formation present the most common reactions in organic synthesis. The comparison of accuracy for each class of reactions was presented in Fig. 9 . Our best model showed excellent results, outperforming the state-of-the-art Self-Corrected Transformer (SCORP) [14] . Functional group interconversion and addition, as well as carbon-carbon bond formation were the most difficult for the models to predict. It was not surprising, due to diverse possibilities for choosing reactions and corresponding reactants for C-C bond creation compared to more straightforward oxidation or protection where the set of groups and reactants is more narrow.
Prediction of direct reactions
The same strategy described in this work was applied to predict the direct reactions. We used 439k reactions as the training set and predicted 40k reactions from the test set by training the Transformer with the same architecture and parameters. The separated and mixed sets were used. In the separated set reactants and reagents were separated with ">" sign while in mixed set all ">" are substituted with "." and the order of reactants and reagents was additionally shuffled. The mixed set was more difficult for training since the Transformer had to identify the reaction center from a larger number of molecules. However, such a set better reflected a practical application since separation of data on reactants and reagents in some cases would not be possible without a knowledge of the target product and thus it did provide a hint to the Transformer about the reaction center. We have removed 316 reactions where the largest products had length smaller than 5 characters. The Transformer was training using the x5N augmentation protocol for the separated set as well as the x5S and x5M protocols for the mixed set. Since it would be impractical to predict all reagents and reactants for the retrosynthesis task, which was used to additionally augment data in x5M protocol, only the largest fragment was retained as a target for the reverse reactions. Augmented test sets were predicted using beam size 10 ( Table 5 ). For the mixed test set the order of reactants and reagents was shuffled. As in previous studies, separation of reagent and reactants with ">" symbols contributed to a model (x5N) with higher prediction than for models with mixed sets (x5S and x4M). The additional augmentation of data using retrosynthesis reactions (x5M) did not improve the model. This could be due to the fact that the data for direct reactions were much larger and already contained sufficient information to develop accurate models. While using x100 test set still contributed better prediction accuracy than using x20, the improvements were in order 0.1% or no improvement at all. Thus the effect of using larger augmentations on model performance reached saturations for x100 test set.
Comparison with other published models
The proposed augmentation protocol achieved the best published results on the USPTO-50k dataset ( Table 6 ) as well as on the USPTO-MIT sets ( Table 7 ). It is interesting that the model provided the highest gain in performance for prediction of the more challenging mixed dataset. Since the model was trained with randomly shuffled augmented data, it was able to very well generalise them and provide excellent prediction for the new mixed data. 
Conclusions and outlook
This study showed that careful design of the training set was of paramount importance for the performance of the Transformer. Training the model to learn different representations of the same reaction by distorting the initial canonical data eliminated the effect of memorisation and increased the generalisation performance of models. These ideas are intensively used, e.g. for image recognition [30] , and have been already successfully used in the context of several chemical problems [19, 20, 21, 22] , including reaction predictions [23, 25] , but were limited to the input data. For the first time we showed that application of augmentation to the target data significantly boosts the quality of the reaction prediction. We also showed that frequency of predicted SMILES could be used as a confidence metric for retrosynthesis prediction.
SMILES random augmentation had the ability to stabilize the model's learning by adding more data and adding more randomness and freedom into the network. Remarkably, this augmentation functioned similarly to ensemble learning, allowing for better statistics and improving the performance of the model. Beam search and augmentation were complementary and our final model by essence got better results than model developed using graphs representation of molecules [17] , for which the use of similar data augmentation technique currently is not possible. Our next step is to develop a retrosynthesis model based on the full USPTO dataset.
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